An alkaliphilic bacterium, Nitritalea halalkaliphila LW7, which belongs to the family Cyclobacteriacae in the phylum Bacteroidetes, was isolated from Lonar Lake in Maharastra, India. Here we announce the draft genome sequence of the type strain LW7, which contains 3,633,701 bp with a G؉C content of 48.58%.
N
itritalea halalkaliphila LW7 is a Gram-negative, rod-shaped, nonmotile bacterium that was isolated from a water sample collected at a depth of 4.5 m from Lonar Lake, Buldana District, Maharastra, India (2) . The strain grows within a pH range of 7.5 to 12 and a salinity range of 1 to 22% (NaCl [wt/vol]), with an optimum growth at pH 10 and salinity between 2 and 5% (NaCl [wt/ vol]) (2) . The bacterium is a type strain of a novel species, as well as a novel genus in the family Cyclobacteriaceae in phylum Bacteroidetes (2). Here we report genome sequence of the type strain LW7 of N. halalkaliphila.
The genomic DNA of N. halalkaliphila LW7 was extracted from a culture grown on Zobell marine broth (pH 10.0) at 30°C. The genome of N. halalkaliphila LW7 was sequenced by using a whole-genome shotgun strategy with Ion Torrent, which produced a total of 732,711 reads with an average read length of 239 bp. Assembly was performed by MIRA software (version 3.4.0), and a total number of 140 contigs were generated. The contigs were used for gene prediction and annotation by the automatic Prokaryotic Genomes Annotation Pipeline at NCBI, which uses GeneMark and Glimmer (4, 5, 9) for gene prediction and compares the translated proteins with the Nonredundant Proteins (NR) database at GenBank, Entrez Protein Clusters (7), the Conserved Domain Database (10) , and the Cluster of Orthologous Groups (COGs) database (12) for annotation. The draft genome was also uploaded to the IMG (11) and the RAST (3) servers for annotation, identification of metabolic pathways, and comparative analysis with other bacterial genomes.
The unclosed draft genome sequence of the strain LW7 contains 3,633,701 bp with a GϩC content of 48.58%. The genome contains 3,103 protein-coding genes and 38 tRNA genes. The RAST server revealed that Algoriphagus sp. strain PR1 (score, 531) and Cytophaga hutchinsonii ATCC 33406 (score, 344) were the closest neighbors of N. halalkaliphila LW7. The genome is predicted to have genes for glycolysis, the tricarboxylic acid (TCA) cycle, the pentose phosphate pathway, and trehalose uptake and utilization. The genes were also present for high-affinity phosphate transporter and phosphate metabolism, inorganic sulfur assimilation, ammonia assimilation, and biotin, thiamine, and coenzyme A biosynthesis. Similar to the genomes of many other members of the phylum Bacteroidetes, the genes for ABC transporters were missing in the genome of strain LW7, and it contained large numbers of genes for the Ton and Tol types of transporters. The N. halalkaliphila LW7 genome possess genes for the Na ϩ /H ϩ transporter, multisubunit cation transporter, sodiumdependent phosphate transporters, and proton-dependent peptide transporter, which were absent in the Algoriphagus sp. strain PR1 genome (1). The Na ϩ /H ϩ transporter and multisubunit cation transporter play important role in bacterial growth in alkaline and saline conditions (6, 8) and might be responsible for the adaptation of strain LW7 to alkaline and saline environments.
Nucleotide sequence accession numbers. This Whole Genome Shotgun project has been deposited in DDBJ/EMBL/ GenBank under accession no. AJYA00000000. The version described in this paper is the first version, AJYA01000000. The 140 contigs have been deposited under accession no. AJYA01000001 to AJYA01000140.
